The taxonomic position of Klebsiella alba was re-examined. The reconstructed phylogenetic tree based on multilocus sequence analysis showed that Klebsiella alba LMG 24441 T (=KCTC 12878 T ) was closely related to Klebsiella quasipneumoniae subsp. similipneumoniae 07A044 T , showing 99.5-100 % similarities for fusA, gapA, gyrA, leuS, pyrG, rpoB, rpoB2, atpD, gyrB and infB gene sequences and concatenated partial fusA, gapA, gyrA, leuS, pyrG, rpoB2, atpD, gyrB and infB gene sequences. High sequence similarities between Klebsiella alba LMG 24441 T and
Klebsiella alba was proposed by Xu et al. (2010) on the basis of 16S rRNA and rpoB gene sequences and was validated in 2015 (Validation list no. 166). Klebsiella alba was phylogenetically related to Klebsiella pneumoniae subsp. pneumoniae, Klebsiella pneumoniae subsp. rhinoscleromatis, Klebsiella pneumoniae subsp. ozaenae and Klebsiella variicola (Xu et al., 2010) . Brisse et al., (2014) proposed Klebsiella quasipneumoniae, with close phylogenetic relationship to Klebsiella alba (Xu et al., 2010) . However, the taxonomic relationship between Klebsiella alba and Klebsiella quasipneumoniae was not compared.
In the present study, the taxonomic status of Klebsiella alba was re-evaluated based upon multilocus sequence analysis. All studies were incubated aerobically at 30 C on nutrient agar (pH 7.0) consisting of 0.5 % (w/v) peptone, 0.3 % (w/v) meat extract and 0.5 % (w/v) NaCl.
The DNA for gene amplification was prepared using genomic DNA extraction kits (Tiangen). The DNA gyrase subunit B gene (gyrB),initiation translation factor 2 gene (infB) and ATP synthase b subunit gene (atpD) were amplified using the primers and protocol of Brady et al. (2008) . The protein synthesis elongation factor G gene (fusA),glyceraldehyde 3-phosphate dehydrogenase A gene (gapA), DNA gyrase subunit A gene (gyrA), leucyl-tRNA synthetase gene (leuS) and CTP synthetase gene (pyrG) were amplified using the primers and protocol of Del etoile et al. (2009) . The rpoB gene was amplified using the primers and protocol of Brady et al. (2008) and rpoB2 was amplified using the primers and protocol of Del etoile et al. (2009) . Purification and sequencing (Sanger method) of PCR products were carried out by the Shenggong Company. The resulting sequences, together with those of related strains obtained from the GenBank database, were aligned by CLUSTAL W. Phylogenetic trees were reconstructed using the neighbour-joining method with maximum composite likelihood model. Bootstrap analysis was performed based on 1000 replicates. The MEGA5 package (Tamura et al., 2011) was used for all phylogenetic analyses.
In the present study, two rpoB gene sequences (rpoB and rpoB2) acquired from Klebsiella alba LMG 24441
T are completely identical to that reported by Xu et al. (2010) ,
The GenBank/EMBL/DDBJ accession numbers for the fusA, gapA, gyrA, atpD, gyrB, infB, rpoB, leuS, pyrG and rpoB2 gene sequences obtained in the present study are LN884179-LN884181, LN884193-LN884195, LN884207-LN884209, LN884221-LN884223, LN884235-LN884237, LN884249-LN884252, LN884257, LN884261, LN884266, LN884270, LN884275, LN884279, LN884284, LN884287 and LN901184-LN901193.
Two supplementary tables are available with the online Supplementary Material.
suggesting that there is no difference between Klebsiella alba LMG 24441
T and Klebsiella alba CW-D 3
The reconstructed phylogenetic tree ( Fig. 1 ; the GenBank/ EMBL/DDBJ accession numbers for gene sequences used in the phylogenetic tree are given in Table S1 , available in the online Supplementary Material) based upon concatenated partial fusA, gapA, gyrA, leuS, pyrG, rpoB2, atpD, gyrB and infB gene sequences showed that strain LMG 24441 T was closely related to Klebsiella quasipneumoniae subsp. similipneumoniae 07A044 T and was distinguishable from Klebsiella quasipneumoniae subsp. quasipneumoniae and other Klebsiella species.
Strain LMG 24441
T shared 99.7 % rpoB gene sequence similarity, 99.6 % atpD gene sequence similarity, 99.6 % gyrB gene sequence similarity, 99.7 % infB gene sequence similarity, 99.8 % fusA gene sequence similarity, 100 % gapA gene sequence similarity, 99.7 % gyrA gene sequence similarity, 99.5 % leuS gene sequence similarity, 99.5 % rpoB2 gene sequence similarity and 100 % pyrG gene sequence similarity with Klebsiella quasipneumoniae subsp. similipneumoniae 07A044 T (Table S2) . Similarity between strain LMG 24441 T and Klebsiella quasipneumoniae subsp. similipneumoniae 07A044 T based upon concatenated partial fusA, gapA, gyrA, leuS, pyrG, rpoB2, atpD, gyrB and infB gene sequences was 99.7 % (Table S2) .
Similarities between strain LMG 24441 T and Klebsiella quasipneumoniae subsp. quasipneumoniae 01A030 T based upon fusA, gapA, gyrA, leuS, pyrG, rpoB2, atpD, gyrB and infB gene sequences and concatenated partial fusA, gapA, gyrA, leuS, pyrG, rpoB2, atpD, gyrB and infB gene sequences were 99.8, 99.5, 99.2, 97.0, 94.7, 98.6, 98.7, 98.4, 98.2 and 98.7 %, respectively (Table S2) .
High sequence similarities (99.5-100 %), including single gene sequences and concatenated multi-gene sequences (Table S2) , between strain LMG 24441 T and Klebsiella quasipneumoniae subsp. similipneumoniae 07A044 T indicated that these two strains have the same taxonomic position.
Phenotypic comparisons were performed for strain LMG 24441 T and Klebsiella quasipneumoniae subsp. similipneumoniae. Data were acquired from Xu et al. (2010) and Brisse et al. (2014) , respectively. Strain LMG 24441
T exhibited high phenotypic similarity to Klebsiella quasipneumoniae subsp. similipneumoniae, with only a few differences between the two. Strain LMG 24441
T can produce acid from melezitose, L-sorbose and D-arabinose, grow on melezitose and Lsorbose, and grow at 5 C, whereas Klebsiella quasipneumoniae subsp. similipneumoniae cannot. Strain LMG 24441 T was weakly positive for indole production, whereas Klebsiella quasipneumoniae subsp. similipneumoniae was negative.
Based upon multilocus sequence analysis and phenotypic features, Klebsiella alba is most closely related to Klebsiella quasipneumoniae subsp. similipneumoniae and we proposed to reclassify it as Klebsiella quasipneumoniae subsp. similipneumoniae. Klebsiella alba is a later heterotypic synonym of Klebsiella quasipneumoniae subsp. similipneumoniae. 
